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09522753 and Search Result us-09-522-753c- 

4,rge- 



S core Home Retrieve Application SCORE System 
Page List Overview 



SCORE Comments / 
FAQ Suggestions 



This page gives you Search Results detail for the Application 09522753 and Search Result us-09- 

522-753c-4.rge. 

start 

Go Back to previous pag e 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



July 30, 2006, 05:48:17 ; Search time 30835 Seconds 

(without alignments) 
17754.301 Million cell updates/sec 

US-09-522-753C-4 
8561 

1 catgtcgggctccacacagc caaaaaaaaaaaaaaaaaaa 8561 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



6366136 seqs, 31973710525 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



12732272 



Database 



GenEmbl : * 



1 




gb_env: 




2 




gb_pat : 




3 




gb_ph : * 




4 




gb_pl : * 




5 




gb_pr : * 




6 




gb ro : * 




7 




gb sts: 


* 


8 




gb_sy : * 




9 




gb un : * 




10 


gb_vi : 




11 


gb_ov: 


* 


12 


gb_htg 




13 


gb_in: 


★ 


14 


gb_om : 


★ 


15 


gb_ba : 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


OJDl 


inn 
1UU . 


u 


OOol 


0 


zvfi 1 9nn9 


1 9009 Hnmn oani 


9 
z 


p /I fi Q A 
o ft o y . fi 


Q Q 

y o * 


Q 

y 


0 0 O fl 


9 
z 


pel 

k^oxooftft:? 




o 
o 


O "D /I / fi 
bJ4 4 . D 


Q 7 

y / . 


c 

o 


0 bo 0 


0 


a tti 9CC79 
rir X Z O D / Z 


Arxzoo/z noiuo odpi^ 


A 
ft 


QOOQ p 


Q fi 

y o . 


9 


q n ^ 9 


9 
z 






0 


ont;Q fi 
OUjo . b 


Q A 

y fi . 


1 


0 c / o 
O O fl 0 


c. 
0 


7VYQfiSftS9 


ZVYQfiSRR9 Homo cjjani 


b 




fi A 
O ft . 


u 


d y 0 y 


c. 
0 


iIjUj /XftO 


n 9 7 1 4 fi Hnman ei lpn 


7 

f 


D U H o . ft 


d y . 


u 


0 O H ft 


fi 
0 


/\r 1 z d 0 / x 


APl9Sfi71 Mil*? mncicn 


Q 

b 


ft y y z . b 


D 0 . 


0 


Q 9 fi Q 
0000 


fi 
0 


r\r 11 juui 


API 1 9001 Mu«? mn«?rn 


y 


A O p Q A 

fi j o y . ft 


D 1 . 


0 


1 A 

/ ft b 0 


fi 
D 


an 1 9on9 

fir X X J u uz 


AF1 1 9009 Mn<? tnn<?rn 


1 U 


/ 9 c O p 
fl Z D J . 0 


A Q 

fi y . 


/ 


4 CQ fi 
fl DO D 


O 


adz uyuoy 


ZiR90Q0ftQ Homo c;=>ri-i 


1 1 


3 y o o . o 


>1 fi 
fi b . 


0 
0 


fi 9 9 Q 

b 00 y 


9 

z 


r*r\n 9 9 9 n fi 
L-v / Z Z Z U O 




1 9 
1 Z 


p 

Z / / J . 0 


9 9 
Ji . 


ft 


9 fi A 9 
Z O fi Z 


0 


op n 0,4 99 fi 


RP00499fi Homo qani 


1 9 
X J 


9 fi9 R 


9 n 


7 
/ 


9 q 9 n 


0 


CO 9 9 Qf) 




1 A 
1 H 


1 / ID 


9 n 
z u . 


u 


9 Q fi/1 
Z D fl 


fi 


RPfl 4 7 R 9 A 
U 4 / D Z 4 


RP047R94 M11 mnqni 

XJVW-U4 1 *J 11 LI O 11 1 LI O O LI 


X 0 


1 1 ylC 9 


1 9 
X o . 


fi 




c. 
«J 


u / O Zf X 0 


AC071916 Homo saoi 


1 fi 
X 0 


y D D . 0 


1 1 


9 


i fii Q9 n 
1 b ± y / u 


1 9 
1Z 


ap A9 7 7 fi fi 


flP09770fi Homo q^ni 


i 7 
1 1 


QQQ / 
030 . H 


i o 


c 
D 


y o b 


9 
Z 


DlJZ / UZ 0 U 


Rn9709ftQ Unman nnr . 


I 0 


QQQ A 

o y O . 4 


i n 


c 
O 


Q R fi 

yob 


9 

z 


7\Yfl9R99 fi 
r\ A U O O Z Z 0 


ZVY09 c i99fi Qpmipnrp 

■ t\i\\J ~J t- U JC^UcULC 


1 a 

i y 


by o . 4 


1U . 


c 
O 


yob 


9 
Z 


7\v9j49fififi 
A A J 4 Z U b U 


ZVY9490P0 Qomionrp 


o a 
Z U 


O A O A 

by o . 4 


t a 


c 
O 


yob 


9 

z 


HA J 4 Z X 4 U 


AY9491 dfl Qonnpnro 


O 1 

Z I 


OQO A 

b y b . 4 


1 A 


c 


yob 


9 
Z 


HA 4 4 X X 4 0 




o o 
z, z 


b o b . ft 


i n 
1 U . 


U 


1 y z 0 


X X 


PT5 Q9 fi9 1 7 


PRQ9fi917 Yennniic! t- 


O O 

Z J 


b04 . b 




U 


1 Q Q fi 

1 0 y b 


1 1 
X X 


DP A fi 9 7 0 fi 
DL U 0 Z / UO 


RP0fi970fi Yon om i q T 


O /I 
Z H 


b34 . b 


i n 


A 
U 


1 Q 1 7 

1 y 1 / 


X X 


P.PO R 4 9 Q fi 
X9L- U O 4 Z j O 


RP0S49Qfi Ypnnnn <=; 1 


O C 
ZJ 


7 / A 9 
/ fi 4 . Z 


p 

b . 


7 


n OA QA 

/ y 4 y 4 


1 9 
XZ 


QPO fi fi ft 97 


flP0fifift97 Homo <5Pir>i 


9 fi 

Z D 


CCO Q 

boz . o 


7 


a 

D 


9 9 

/ oz 


9 
Z 


/ 0 y 0 0 0 


r , 07fiQ9fi9 ^pnnpnrp 


0 7 

z 1 


DjU 


/ . 


D 


fi s n 


9 

z 


a Y fi 7 7 7 4 9 
rVA O / / / 4 O 


AYfi77749 ^pmi^nr-o 


9 Q 
Z b 


fi 9 1 fi 

b3 1 . b 


o 
/ . 


fi 


7 Q /I Q 

/ y fi y 


c. 
O 


21P.09 fi Q7 0 


AR09AQ70 Homo qani 


9 Q 

z y 


ton 


7 


A 

fl 


9 Q a n 
/ y 4 u 


9 
Z 


pnfi 4 7 q 1 fi 




o a 


fi 9 n 
o3 U 


7 


fl 


/ y 4 u 


9 
Z 


AT?77QOftfi 
rtK / / y U O 0 


AP77Q0ftfi Qo rri ipnrp 


0 1 


£ "3 A 

b3 U 


/ . 


A 
fl 


9 q /1 n 
/ y 4 u 


9 
Z 


fiYR7Q0fiQ 

ha 0 / 0 u b y 


AYR7R0fiQ ^pmionrp 


32 


630 


"7 
/ . 


4 


/ y 4 u 


c 
O 


Ar U4 4 2 U y 


STTO/1/I90Q H/~*mo oao"i 
ncU4*i^U!? HOiilO oapi 


O O 


coo c 

oz y . b 


7 


fl 


9 9 q n 


9 
2 


&D77QOQ7 

AK / / y U b / 


AP77Q0fi7 Qcm-nonoo 
^ / JUO / OC4UCIILC 


34 






/I 

4 


7 7 Q A 
/ / b U 


0 


MMM 9 Q 9 1 9 


n 9 9 T 9 Mi 1 0 mi i 0/^11 T 11 
U JJ jlZ IYIU 0 ZUU OLU1U 


O c 

35 


roc o 


o 


3 


9 1 9 n 
3 12 U 


c 
0 


7\TT9A9C;pc 
At 3U30b b 


fiTr909^fi fi Homo cani 


36 


/" o c o 

626.8 


7 . 


3 


O A 1 O 

8 Olo 


c 
O 


TVT^APTPCLfi 

At U b /bob 


7\T7AQ9QC>fi U^ttio oani 

HrUo /oOb noiuo Sapx 


37 


615.8 


/ . 


2 


7 O C A 

1 2 64 


b 


DtUODDJ / 


t3^nQfifit-«7 Mi 1 0 mile/™'!! 
D^UCjuD J / l v JU S lull 5CU 


O O 

38 


coo o 
D / 2 . 2 


b . 


7 
/ 


Q fi 9 fi 

b bZ b 


1 1 


T3r"OQQfi90 

bLuy y bz u 


RP0QQfi9fl Ypnnnnq +- 


39 


570 


6. 
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725 


7 


BV448749 


BV448749 NCOR2_795 


40 


568.4 


6. 


6 


8959 


11 


AF495886 


AF495886 Xenopus 1 


41 


555 


6. 


5 


555 


2 


AX677866 


AX677866 Sequence 


42 


554 .8 


6. 


5 


560 


5 


HSU80761 


U80761 Homo sapien 


43 


553.6 


6. 


5 


560 


5 


HSU80750 


U80750 Homo sapien 


44 


542.4 


6. 


3 


718 


2 


AX753058 


AX753058 Sequence 


45 


540.6 


6. 


3 


1891 


5 


BC050594 


BC050594 Homo sapi 


46 


534 


6. 


2 


534 


2 


AX778323 


AX778323 Sequence 


47 


533.4 


6. 


2 


1850 


5 


BC058511 


BC058511 Homo sapi 


48 


533.2 


6. 


2 


1808 
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BC068996 


BC068996 Homo sapi 


49 


531.8 


6. 
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1741 
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BC056862 


BC056862 Homo sapi 


50 
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AY498876 


AY498876 Xenopus 1 
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2145 
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BC073704 


BC073704 Xenopus 1 
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CQ850622 


CQ850622 Sequence 



http://es/ScoreAccessWeb/GetItem.action?AppId=09522753&seqId=572697&ItemName=us-... 9/7/06 



SCORE Search Results Details for Application 09522753 and Search Result us-09-522-7...Page 3 of 163 





0 J 


ft y 4 . 


c 
. D 


0 . 


Q 


Z 3 1 H 


O 


AVI 9 7 *7 P ft 


Zi K"1 9 7 7 ft £1 Hnmn eani 




0 H 


/ "7 Q 


. Z 


0 . 


C 

. D 






dpi n ££m 




c 


DO 


/to 




c 

0 . 


c 
> O 


Ol Q1 OQ 

z io iz y 


1 0 

1 z 


J 00 OU 


Zi P 1 "3 £ ^ £ D Pa-h-t-nc n ri 
nLi jOjDU AdL LUS I1U 




56 


All, 


.4 


5, 


,5 


219339 


12 


AC121005 


AC121005 Rattus no 


c 


57 


All, 


. 4 


5. 


.5 


254449 


12 


AC097560 


AC097560 Rattus no 




58 


458 . 


.8 


5. 


.4 


527 


2 


CQ923115 


CQ923115 Sequence 


c 


59 


441. 


.8 


5. 


.2 


191100 


6 


AC139377 


AC139377 Mus muscu 




60 


430, 


.2 


5. 


.0 


3025 


11 


BC049302 


BC049302 Danio rer 



ALIGNMENTS 



RESULT 1 
AF113003 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



CDS 



AF113003 8561 bp mRNA linear PRI 20-MAR-1999 

Homo sapiens silencing mediator of retinoic acid and thyroid 
hormone receptor alpha mRNA, complete cds. 
AF113003 

AF113003.1 GI:4454551 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa;. Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae; Homo. 

1 {bases 1 to 8561) 

Ordentlich, P . , Downes,M., Xie,W., Genin,A., Spinner, N.B. and 
Evans, R.M. 

Unique forms of t human and mouse nuclear receptor corepressor SMRT 

Proc. Natl. Acad. Sci . U.S.A. 96 (6), 2639-2644 (1999) 

10077563 

2 (bases 1 to 8561) 

Downes,M.R., Ordentlich, P . and Evans, R.M. 
Direct Submission 

Submitted ( ll-DEC-1998 ) Gene Expression Laboratory, The Salk 
Institute for Biological Studies, 10010 North Torrey Pines Road, La 
Jolla, CA 92037, USA 

Location /Qualifiers 

1. .8561 

/organism="Homo sapiens" 
/mol_type="mRNA" 
/db_xref="taxon: 9606" 
/chromosome="12 " 
/map= n 12q24" 

/tissue_type= "pituitary" 

2. .7555 

/f unction="transcriptional co-repressor " 
/note= H hSMRT alpha; longer isoform than previously 
reported" 
/codon_start=l 

/product="silencing mediator of retinoic acid and thyroid 
hormone receptor alpha" 
. /protein_id="AAD20946. 1" 
/db_xref="GI: 4454552" 

/trans lation="MSGSTQLVAQTWRATEPRYPPHSLSYPVQIARTHTDVGLLEYQH 
HSRDYASHLSPGSI IQPQRRRPSLLSEFQPGNERSQELHLRPESHSYLPELGKSEMEF 
IESKRPRLELLPDPLLRPSPLLATGQPAGSEDLTKDRSLTGKLEPVSPPSPPHTDPEL 
ELVPPRLSKEELIQNMDRVDREITMVEQQISKLKKKQQQLEEEAAKPPEPEKPVSPPP 
IESKHRSLVQI I YDENRKKAEAAHRILEGLGPQVELPLYNQPSDTRQYHENIKINQAM 
RKKLILYFKRRNHARKQWKQKFCQRYDQLMEALEKKVERIENNPRRRAKESKVREYYE 
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SCORE Search Results Details for Application 
09522753 and Search Result us-09-522-753c- 
4.rni, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Sug g estions 

This page gives you Search Results detail for the Application 09522753 and Search Result us-09- 

522-753c-4.rni. 

start 

Go Back to previous pa g 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: July 30, 2006, 05:57:58 ; Search time 1397 Seconds 

(without alignments) 
11466.401 Million cell updates/sec 

Title: US-09-522-753C-4 
Perfect score: 8561 

Sequence: 1 catgtcgggctccacacagc caaaaaaaaaaaaaaaaaaa 8561 

Scoring table: IDENTITYJWC 

Gapop 10.0 , Gapext 1.0 



Searched: 1403666 seqs, 935554401 residues 

Total number of hits satisfying chosen parameters: 2807332 



Minimum DB seq length: 0, 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



Database : Issued_Patents_NA: * 

1 : /EMC_Celerra_SIDS3/ptodata/2/ina/l_COMB. seq: * 

2 : /EMC_Celerra_SIDS3/ptodata/2/ina/5_COMB. seq: * 

3 : /EMC_Celerra_SIDS3/ptodata/2/ina/6A_COMB . seq : * 

4 : /EMC_Celerra_SIDS3/ptodata/2/ina/6B_COMB . seq : * 

5: /EMC_Celerra_SIDS3/ptodata/2/ina/7_COMB.seq: * 

6: /EMC_Celerra_SIDS3/ptodata/2/ina/H_COMB. seq: * 

7 : /EMC_Celerra_SIDS3/ptodata/2/ina/PCTUS_COMB. seq: * 

8 : /EMC_Celerra_SIDS3/ptodata/2/ina/PP_COMB. seq: * 

9: /EMC_Celerra_SIDS3/ptodata/2/ina/RE_COMB. seq: * 

10: /EMC_Celerra_SIDS3/ptodata/2/ina/backfilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 
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% 

Result Query 

No. Score Match Length DB ID Description 





1 


8238.8 


96.2 


9053 


3 


US-09-976-594-306 


Sequence 


306, App 




2 


630 


7.4 


7912 


3 


OS-09-949-016-3804 


Sequence 


3804, Ap 




3 


630 


7.4 


7940 


3 


US-09-632-033B-1 


Sequence 


1, Appli 




4 


629.6 


7.4 


7780 


3 


US-09-632-033B-2 


Sequence 


2, Appli 




5 


311.2 


3.6 


312 


3 


US-09-513-999C-33415 


Sequence 


33415, A 




6 


187.8 


2.2 


789 


4 


US-09-297-648-4382 


Sequence 


4382, Ap 




7 


142 


1.7 


1922 


2 


US-08-372-652-9 


Sequence 


9, Appli 




8 


142 


1.7 


1922 


7 


PCT-US95-16311-9 


Sequence 


9, Appli 


c 


9 


133.4 


1.6 


350 


4 


US-09-880-107-341 


Sequence 


341, App 




10 


107.8 


1.3 


3489 


2 


US-08-728-323A-1 


Sequence 


1, Appli 




11 


107.8 


1.3 


3489 


3 


US-09-298-568-1 


Sequence 


1, Appli 




12 


107.8 


1.3 


3489 


3 


US-09-410-399-1 


Sequence 


1, Appli 




13 


107.8 


1.3 


3489 


3 


US-09-894-273-1 


Sequence 


1, Appli 


c 


14 


107.8 


1.3 


32207 


2 


US-08-770-379-20 


Sequence 


20, Appl 


c 


15 


107.8 


1.3 


32207 


3 


US-08-757-669A-20 


Sequence 


20, Appl 


c 


16 


107.8 


1.3 


32207 


3 


US-09-230-371A-20 


Sequence 


20, Appl 




17 


104.6 


1.2 


187595 


3 


US-09-949-016-15546 


Sequence 


15546, A 




18 


98.8 


1.2 


1337 


4 


US-09-297-648-4735 


Sequence 


4735, Ap 




19 


96.2 


1.1 


1926 


3 


US-09-249-585A-2 


Sequence 


2, Appli 




20 


96.2 


1.1 


1926 


3 


US-09-410-399-3 


Sequence 


3, Appli 




21 


96.2 


1.1 


2580 


3 


US-09-050-863-2 


Sequence 


2, Appli 




22 


96.2 


1.1 


2580 


3 


US-09-359-081-2 


Sequence 


2, Appli 


c 


23 


96.2 


1.1 


5452 


2 


US-09-130-114-1 


Sequence 


1, Appli 


c 


24 


96.2 


1.1 


8705 


3 


US-09-647-344A-14 


Sequence 


14, Appl 




25 


96.2 


1.1 


9600 


3 


US-08-910-647-1 


Sequence 


1, Appli 




26 


96.2 


1.1 


9600 


3 


US-09-620-925-1 


Sequence 


1, Appli 




27 


96.2 


1.1 


10596 


2 


US-07-884-811-15 


Sequence 


15, Appl 




28 


96.2 


1.1 


10596 


2 


US-07-885-971-15 


Sequence 


15, Appl 




29 


96.2 


1.1 


10596 


2 


US-08-087-783A-15 


Sequence 


15, Appl 




30 


96.2 


1.1 


10596 


2 


US-08-194-088B-15 


Sequence 


15, Appl 




31 


96.2 


1.1 


10596 


2 


US-08-194-087-15 


Sequence 


15, Appl 




32 


96.2 


1.1 


10596 


7 


PCT-US93-04648-15 


Sequence 


15, Appl 


c 


33 


96.2 


1.1 


16080 


3 


0S-09-724-566A-48 


Sequence 


48, Appl 


c 


34 


96.2 


1.1 


16080 


3 


US-09-471-669A-48 


Sequence 


48, Appl 




35 


94.8 


1.1 


127 


3 


US-Q9-680-420A-17 


Sequence 


17, Appl 




36 


94.8 


1.1 


127 


4 


US-09-833-031A-17 


Sequence 


17, Appl 


c 


37 


94.8 


1.1 


601 


3 


US-09-949-016-135614 


Sequence 


135614, 




38 


93 


1.1 


94 


3 


US-09-513-999C-292 69 


Sequence 


29269, A 




39 


92 


1.1 


1852 


3 


US-09-969-852-4 


Sequence 


4, Appli 


c 


40 


90 


1.1 


1926 


3 


US-09-249-585A-4 


Sequence 


4, Appli 


c 


41 


90 


1.1 


1931 


2 


US-09-130-114-2 


Sequence 


2, Appli 


c 


42 


89.8 


1.0 


7218 


2 


US-08-232-463-14 


Sequence 


14, Appl 




43 


86.2 


1.0 


1995 


2 


US-08-425-069-3 


Sequence 


3, Appli 




44 


86.2 


1.0 


1995 


2 


US-08-317-844B-3 


Sequence 


3, Appli 


c 


45 


.85.4 


1.0 


16442 


3 


US-08-781-891-208 


Sequence 


208, App 


c 


46 


85.4 


1.0 


16442 


3 


US-09-618-166-208 


Sequence 


208, App 




47 


82.8 


1.0 


767677 


3 


US-09-949-016-12147 


Sequence 


12147, A 




48 


82.8 


1.0 


767677 


3 


US-09-949-016-17361 


Sequence 


17361, A 




49 


82.4 


1.0 


2093 


3 


US-10-104-047-1666 


Sequence 


1666, Ap 


c 


50 


82 


1.0 


12695 


3 


US-09-949-016-16775 


Sequence 


16775, A 




51 


81.6 


1.0 


2338 


2 


US-08-425-069-1 


Sequence 


1, Appli 




52 


81.6 


1.0 


2338 


2 


US-08-317-844B-1 


Sequence 


1, Appli 




53 


81.4 


1.0 


9551 


2 


US-08-056-200-93 


Sequence 


93, Appl 




54 


81.4 


1.0 


9551 


2 


US-08-800-644-93 


Sequence 


93, Appl 


c 


55 


80.2 


0.9 


4403765 


3 


US-09-103-840A-2 


Sequence 2, Appli 


c 


56 


79.4 


0.9 


150394 


3 


US-09-949-016-13042 


Sequence 


13042, A 




57 


79.2 


0.9 


1588 


3 


US-09-490-291-7 


Sequence 


7, Appli 
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c 58 77.6 0.9 51259 3 US-08-781-891-209 Sequence 209, App 

c 59 '77.6 0.9 51259 3 US-09-618-166-209 Sequence 209, App 

60 77.2 0.9 203 3 US-09-043-303-7 Sequence 7, Appli 



ALIGNMENTS 



RESULT 1 

US-09-976-594-306 

; Sequence 306, Application OS/09976594 

; Patent No. 6673549 

; GENERAL INFORMATION : 

; APPLICANT : Furness, Michael 

; APPLICANT: Buchbinder, Jenny 

; TITLE OF INVENTION: GENES EXPRESSED IN C3A LIVER CELL CULTURES' TREATED WITH STEROID 
; FILE REFERENCE: PA-0041 US 

; CURRENT APPLICATION NUMBER: US/09/976, 594 • 

; CURRENT FILING DATE: 2001-10-12 

; PRIOR APPLICATION NUMBER: 60/240,409 

; PRIOR FILING DATE: 2000-10-12 

; NUMBER OF SEQ ID NOS: 1143 

; SOFTWARE: PERL Program 

; SEQ ID NO 306 

LENGTH: 9053 

TYPE: DNA 
; ORGANISM: Homo sapiens 

FEATURE: 

NAME/KEY: misc_feature 

OTHER INFORMATION: Incyte ID No. 6673549 898877.6 
NAME/KEY: unsure 
LOCATION: 2006, 2012 

OTHER INFORMATION: a, t, c, g, or other 
US-09-976-594-306 



Query Match 96.2%; Score 8238.8; DB 3; Length 9053; 

Best Local Similarity 98.5%; Pred. No.0; 

Matches 8456; Conservative 0; Mismatches 38; Indels 95; Gaps 10; 



Qy 


l 


CATGTCGGGCTCCACACAGCTTGTGGCACAGACGTGGAGGGCCACTGAGCCCCGCTACCC 


60 




MINIMI 1 MMIMM 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M M I M 1 1 I 1 1 1 1 1 1 1 1 1 M 




Db 


519 


CATGTCGGGATCCACACAGCCTGTGGCACAGACGTGGAGGGCCACTGAGCCCCGCTACCC 


578 


Qy 


61 


GCCCCACAGCCTTTCCTACCCAGTGCAGATCGCCCGGACGCACACGGACGTCGGGCTCCT 


120 




1 1 1 1 1 1 I 1 1 I 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 I 1 t I M 1 M 1 1 1 1 1 1 1 1 11 1 1 1 1 




Db 


579 


GCCCCACAGCCTTTCCTACCCAGTGCAGATCGCCCGGACGCACACGGACGTCGGGCTCCT 


638 


Qy 


121 


GGAGTACCAGCACCACTCCCGCGACTATGCCTCCCACCTGTCGCCGGGCTCCATCATCCA 


180 




MUM IN If f II II IIMI Mill II It llll III Mi 111 11 IMMMMMIM 




Db 


639 


GGAGTACCAGCACCACTCCCGCGACTATGCCTCCCACCTGTCGCCCGGCTCCATCATCCA 


698 


Qy 


181 


GCCCCAGCGGCGGAGGCCCTCCCTGCTGTCTGAGTTCCAGCCCGGGAATGAACGGTCCCA 


240 




M 1 It 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 M M 1 1 1 1 1 1 1 I 1 1 1 1 1 1 M 1 1 1 




Db 


699 


GCCCCAGCGGCGGAGGCCCTCCCTGCTGTCTGAGTTCCAGCCCGGGAATGAACGGTCCCA 


758 


Qy 


241 


GGAGCTCCACCTGCGGCCAGAGTCCCACTCATACCTGCCCGAGCTGGGGAAGTCAGAGAT 


300 






M II 1 1 1 M M 1 1 1 1 t 1 I 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M M M M 1 1 1 1 It 1 1 1 1 1 1 M 1 




Db 


759 


GGAGCTCCACCTGCGGCCAGAGTCCCACTCATACCTGCCCGAGCTGGGGAAGTCAGAGAT 


818 


Qy 


301 


GGAGTTCATTGAAAGCAAGCGCCCTCGGCTAGAGCTGCTGCCTGACCCCCTGCTGCGACC 


360 



1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 



http://es/ScoreA<xessWeb/Getltem.action?AppId=09522753&seqId=572698&ItemName=us-... 9/7/06 



SCORE Search Results Details for Application 09522753 and Search Result us-09-522-7..,Page I of 165 



SCORE Search Results Details for Application 
09522753 and Search Result us-09-522-753c-4.r 



Score Home Paoe Retrieve Application List SCORE System Overview SCORE FAQ Comments./ $ugg 

This page gives you Search Results detail for the Application 09522753 and Search Result us-09-5; 

4.rnpbm, 

start I next page 

Go Back to p 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd, 



OM nucleic - nucleic search/ using sw model 

Run on: July 30, 2006, 09:26:05 ; Search time 8988 Seconds 

(without alignments) 
11703.877 Million cell updates/sec 



Title: US-09-522-753C-4 
Perfect score: 8561 
Sequence: 



1 catgtcgggctccacacagc caaaaaaaaaaaaaaaaaaa 8561 



37784340 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 18892170 seqs, 6143817638 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 

Database : Published_Applications_NA Main:* 

/EMC Celerra_SIDS3/ptodata/2/pubpna/US07_PUBCOMB . seq : * 
/EMC"Celerra - SIDS3/ptodata/2/pubpna/US08_P0BCOMB.seq:* 
/EMC_Celerra~SIDS3/ptodata/2/pubpna/US09A_PUBCOMB.seq:* 
/EMC_Celerra SIDS3/ptodata/2/pubpna/US09B_PUBCOMB.seq:* 
/EMC_Celerra"siDS3/ptodata/2/pubpna/US09C_PUBCOMB.seq:* 
/EMC_Celerra~SIDS3/ptodata/2/pubpna/US10A_PUBCOMB. seq: * 
/EMC - Celerra"siDS3/pt.odata/2/pubpna/US10B - PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10C_PUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10D"pUBCOMB.seq:* 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/US10E_P0BCOMB.seq: < 
/EMC Celerra SIDS3/ptodata/2/pubpna/US10F~PUBC0MB. seq: 4 
/EMC~Celerra~SIDS3/ptodata/2/pubpna/US10G~PUBCOMB.seq:< 
/EMC_Celerra_SIDS3/ptodata/2/pubpna/USllA_PUBCOMB. seq: * 
/EMC Celerra_SIDS3/ptodata/2/pubpna/USllB_PUBCOMB.seq:< 
/EMC~Celerra_SIDS3/ptodata/2/pubpna/USUC~PUBCOMB.seq:^ 
/EMCj:elerra_SIDS3/ptodata/2/pubpna/USllD_PUBC0MB,seq:< 

Pred. No. is the number of results predicted by chance to have a- 
score greater than or equal to the score of the result being printed, 



1 




2 




3 




4 




5 




6 




7 




8 




9 




10: 


11: 


12: 


13: 


14: 


15: 


16: 



http://es/ScoreAc<»ssWeb/GetItem.action?AppId=09522753&seqId=572699&IteraName=us-... 9/7/06 



SCORE Search Results Details for Application 09522753 and Search Result us-09-522-7...Page 2 of 165 



and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





No. 


Score 


Match 


Length 


DB 


ID 


Description 




1 


O C £ 1 

8561 


'i An a 

100 . 0 


ODDl 


7 


MM i A 11/1 A 1 jl 11 

US- 10-17 4 -01 4 -11 


Sequence 11, Appl 




2 


8561 


100. 0 


8561 


13 


US -11-0 52 -34 4-1 


Sequence 1, Appli 




3 


8479 . 2 


99 . 0 


8667 


6 


tin 1 A nfll 1 A1 ^ C O 

US- 10-087-192-653 


Sequence 653 , App 




4 


8344 . 6 


97 , 5 


8686 


3 


• l a A A A * A 1 <l J * 4 

US-09-819-104A-1 


Sequence 1# Appli 




5 


8344 . 6 


97 . 5 


8686 


7 


US- 10- 17 4 -014 -4 


Sequence 4, Appli 




6 


8344 . 6 


97 . 5 


8686 


9 


HO 1 A A A *a n f f\ 1 "1 T A 

US- 10-723-8 60 -17 39 


Sequence 1739, Ap 


c 


7 


8242. 2 


96. 3 


9079 


9 


US-10-723-8 60-61 14 


Sequence 6114, Ap 




8 


7554 


88 . 2 


"1 C C A 

7554 


7 


tie 1 A A 1 4 CAO IX 

US- 10- 4 14 -692-14 


Sequence 14, Appl 




9 


7334 . 6 


85 . 7 


7521 


3 


nr* AA 01 fl 1 A i n a 

US- 09-8 19- 104 A- 3 


Sequence 3, Appli 




1 A 

10 


C A A Q A 

5048 . 4 


C A A 

59 . 0 


OCA A 

8544 


*% 


itO AG Ol A/U\_d 


Sequence 4, Appli 




11 


5048 . 4 


C A A 

59 . 0 


8544 


10 


US-10- /o4-4£U-lD^o 


sequence lozo, Ap 




12 


4797 


56 . 0 


73od 


a 
j 


US-09-O 19- 1U4A-D 


Sequence 6, Appli 




13 


A C C A C 

4554 . 6 


CO A 

53 • 2 


T CI A 


b 


tie in no T _ i oo _ £ c a. 


sequence odu, App 




14 


2628 


30 . 7 


2930 


6 


lift «n « /■ f Jl A O lit 

US -10-14 6-473-14 


Sequence 14, Appl 




15 


2628 


t A 1 


A AO A 


/ 




Sequence 13, Appl 




16 


1158. 6 


13.5 


A A A A A A 

233380 


6 


1 1 A 1A AAA 1A1 ^ C A 

US-1 0-087 -192 -652 


Sequence 652, App 




17 


1146. 2 


13 . 4 


A 1 1 AAA 

221000 


7 


US- 10- 17 4 -01 4-1^ 


Sequence 12, Appl 




18 


958.2 


11 . 2 


1027 


3 


■ 1A AA file OftT A 

US-09-925-297-9 


Sequence 9, Appli 




19 


898. 4 


10.5 


956' 


3 


rtn AA Ad C A 1 4 A 

US- 09- 887 -52 7 -42 


Sequence 42, Appl 




20 


898. 4 


10. 5 


956 


8 


■ i a T A ^ ^ A ^ JIA 

US-10-7 96-174 -42 


Sequence 42, Appl 




21 


630 


7 . 4 


7 940 


7 


US- 10-34 1-4 34 -235 


Sequence 235, App 




22 


630 


7 . 4 


7940 


9 


tin 1A il *7 "3 mi 1A1 

US- 10-473-974 -191 


Sequence 191, App 




23 


630 


7.4 


7940 


10 


US-10-887-553Ar664 


Sequence 664, App 




24 


630 


7 . 4 


7940 


10 


US- 10- 956- 157 -1580 


Sequence 1580, Ap 




25 


630 


7 . 4 


7940 


10 


US-1 0-7 4 5-237-221 


Sequence 221, App 




26 


630 


7 . 4 


7940 


16 


US-1 1-24 5-147-191 


- Sequence 191, App 




27 


626. 8 


7 . 3 


2745 


7 


1 1 f> 1A A ^ A ^ A A 1 C 

US- 10-4 14-692-15 


Sequence 15, Appl 


c 


28 


553. 6 


6.5 


692 


6 


US- 10-027 -632-102554 


. Sequence 102554, 


c 


29 


553.6 


6 . 5 


692 


6 


iiH 1A AAA 1 A A C C C 

US -10- 02 7 -632 -102555 


M An*.nnnn 1 AOCCC 

sequence L\jcooD f 


c 


30 


553.6 


6.5 


692 


7 


fiM 1A AAA ^ A A 1 A A C C Jl 

US-1 0-027 -632-102554 


r»___,. — . — 1 nocc.ii 

Sequence iuzooh, 


c 


31 


553. 6 


6.5 


692 


7 


US- 10- 02 7 -632 -102 555 


sequence iu2z>do, 


c 


32 


542 .4 


6.3 


718 


9 


tin i f\ OIA fAO C 1 C 

US- 10-278 -698-515 


Sequence 515/ App 


c 


33 


542.4 


6.3 


718 


9 


»* a ^ A ATA ^ A A ^ A A 

US- 10-278-698-1031 


Sequence 1031, Ap 




34 


444 .4 


5.2 


91141 


6 


iim ia ftftl 1 AO £ a n 

US- 10-087 -192 -64 9 


Sequence 649, App 




35 


409.4 


4.8 


427 


10 


. . m in Tin c a i iooac 

US- 10-77 9-543- 128 95 


Sequence izo?5, a 




36 


376 


4 . 4 


872 


10 


US -10- 7 7 9- 54 3- 87 5 7 


sequence o/o/, Ap 




37 


370 


4 . 3 


381 


3 


no AA A 1 A ftftc Atf CO 

US-09-918-995-7653 


sequence Ap 




38 


314.4 


3.7 


458 


3 


ha MA ^\ 4 n AAC A A A f* jt 

US-09-91 8-995-20064 


Sequence 20064, A 




39 


268.6 


3.1 


520 


3 


rt/< AA AAA 1/\A» jt O £ 

US-09-920-300A-485 


Sequence 485, App 




40 


268.6 


3.1 


520 


6 


US -I 0-033-528-4 85 


Sequence 485, App 




41 


268.6 


3 . 1 


520 


7 


M n 1 A AAA AAf 1 AC 

US -10- 09 9- 92 6- 4 85 


Sequence 485, App 




42 


268.6 


3.1 


520 


10 


US-10-961-527-485 


Sequence 485, App 




43 


258.4 


3.0 


3969 


7 


US-10-006-285-471 


Sequence 471, App 




44 


211. 4 


2.5 


499 


3 


ftf» A A A 1 O flflt_1 fl£Q£ 

US-09-91o-995-1?d9d 


sequence iyo?t>, a 


c 


45 


191.4 


2.2 


390 


7 


US-10-355-716-86 


Sequence 86, Appl 


c 


46 


190.6 


2.2 


559 


16 


US-11-136-527-1693 


Sequence 1693, Ap 




47 


190.6 


2.2 


559 


16 


US-11-136-527-5789 


Sequence 5789, Ap 




48 


187.8 


2.2 


789 


10 


US-10-779-543-5226 


Sequence 5226, Ap 


c 


49 


186.2 


2.2 


609 


4 


US-09-925-065A-841377 


Sequence 841377, 


c 


50 


186.2 


2.2 


■ 609 


5 


US-09-925-065A-841377 


Sequence 841377, 




51 


186.2 


2.2 


658 


6 


US-10-027-632-102075 


Sequence 102075, 




52 


186.2 


2.2 


658 


6 


US-10-027-632-102076 


Sequence 102076, 




53 


186.2 


2.2 


658 


7 


US-10-027-632-102075 


Sequence 102075, 




54 


186.2 


2.2 


658 


7 


US-10-027-632-102076 


Sequence 102076, 
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c 




J.DU 


* • 


1 
X 


71"^ 
' JJ 


D 


\JO XV \J& 1 OJc IJI^jl 




c 


56 


180 


2. 


1 


733 


7 


US-10-027-632-151931 


Sequence 151931, 




57 


171 


2. 


0 


504 


7 


US-10-355-716-87 


Sequence 87, Appl 


c 


58 


161 


1. 


9 


888 


12 


US-10-301-480-553156 


Sequence 553156/ 


c 


59 


161 


1. 


9 


888 


12 


US-10-301-480-1166565 


Sequence 1166565, 


c 


60 


159.6 


1. 


9 


198 


3 


US-09-960-352-7433 


Sequence 7433, Ap 



ALIGNMENTS 



RESULT 1 

US-10-174-014-11 

Sequence 11, Application US/10174014 
Publication No. US20040005292A1 
GENERAL INFORMATION: 
APPLICANT: C. Frank Bennett 
APPLICANT: Susan M. Freier 
APPLICANT: Kenneth W. Dobie 

TITLE OF INVENTION: ANTISENSE MODULATION OF SMRT EXPRESSION 
FILE REFERENCE: PTS-0012 

CURRENT APPLICATION NUMBER: US/10/174,014 
CURRENT FILING DATE: 2002-06-17 
NUMBER OF SEQ ID NOS : 73 
SEQ ID NO 11 
LENGTH: 8561 
TYPE: DNA 

ORGANISM: Homo sapiens 
FEATURE: 
NAME/ KEY : CDS 
LOCATION: (2) . . . (7555) 
US-10-174-014-11 

Query Match 100.0%; Score 8561; DB 7; Length 8561; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 8561; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

C ATGTCGGGCTCC AC AC AGCTTGTGGCAC AGACGTGGAGGGCC ACTG AGCCCCGCTACCC 6 0 
Mil IN II M M I I I ! I I I I I I I I I I I I I M I I I I I II I I I I I I M I I I I M I I I! II I 
CATGTCGGGCTCCAC AC AGCTTGTGGCACAGACGTGGAGGGCCACTG AGCCCCGCTACCC 6 0 

GCCCCAC AGCCTTTCCT ACCCAGTGC AGATCGCCCGGACGC AC ACGG ACGTCGGGCTCCT 120 

I I M I I I I I I I I I I I I I I I I II I I I II I I I II I I I I I I I I I I I I I I I I I I I I I M I I I M 
GCCCCACAGCCTTTCCT ACCCAGTGCAGATCGCCCGGACGCACACGGACGTCGGGCTCCT 120 

GGAGTACCAGC ACCACTCCCGCG ACTATGCCTCCCACCTGTCGCCGGGCTCCATCATCCA 180 

i ii mi i ii 1 1 1 1 1 1 ii niiii iii linn imii nit 1 1 ii i ill ii in iii ii i 

GG AGTACCAGCACCACTCCCGCG ACTATGCCTCCCACCTGTCGCCGGGCTCCATCATCC A 180 

GCCCCAGCGGCGGAGGCCCTCCCTGCTGTCTGAGTTCC AGCCCGGGAATGAACGGTCCC A 240 
I I I I f I I 1 1 1 1 1 1 1 1 I I I I I 1 I 1 I I I 1 1 i I 1 1 I I I I 1 I I I I I 1 1 I 1 1 1 1 I i I t E llllll 
GCCCCAGCGGCGGAGGCCCTCCCTGCTGTCTGAGTTCCAGCCCGGGAATGAACGGTCCCA 240 

GGAGCTCCACCTGCGGCC AGAGTCCCACTCAT ACCTGCCCG AGCTGGGGAAGTCAGAG AT 300 

I I I M I I II Ml I II II llllll I I I 1 1 I I I I 1 I i I I I 1 I I I I I I I I I I f I i 1 1 I M I I I 
GGAGCTCCACCTGCGGCC AGAGTCCCACTCAT ACCTGCCCG AGCTGGGGAAGTCAGAG AT 300 

GGAGTTC ATTGAAAGCAAGCGCCCTCGGCTAGAGCTGCTGCCTG ACCCCCTGCTGCG ACC 360 

II II I I MM II I II II I II II I II II II I I I I II II II I II II M I II II II I II I I I I 
GGAGTTC ATTGAAAGCAAGCGCCCTCGGCTAGAGCTGCTGCCTGACCCCCTGCTGCGACC 360 



Qy 


1 


Db 


1 


Qy 


61 


Db 


61 


Qy 


121 


Db 


121 


Qy 


181 


Db 


181 


Qy 


241 


Db 


241 


Qy 


301 


Db 


301 
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SCORE Search Results Details for Application 
09522753 and Search Result us-09-522-753c- 

4.rst. 



Score Home 
Page 



Retrieve Applicatior 
List 



SCORE System 
Overview 



SCORE; 
FAQ 



Comments / 
Suggestions 



This page gives you Search Results detail for the Application 09522753 and Search Result us-09- 
522-753c-4.rst. 

start 

Go Back to previous page 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceieration Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



July 30, 2006, 05:48:19 ; Search time 23790 Seconds 

(without alignments) 
20122.968 Million cell updates/sec 

US-09-522-753C-4 
8561 

1 catgtcgggctccacacagc caaaaaaaaaaaaaaaaaaa 8561 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

48236798 seqs, 27959665780 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



96473596 



Database 



EST: 



1 




gb_estl : * 


2 




gb~est3:* 


3 




gb_est4 : * 


4 




gb~est5: * 


5 




gb_est6:* 


6 




gbjitc:* 


7 




gb_est2:* 


8 




gb"est7:* 


9 




gb~est8:* 


10: 


gb_est9:* 


11: 


gb_gssl : * 


12: 


gb_gss2:* 


13: 


gb_gss3:* 


14: 


gb_gss4 : * 



Pred. No. is the number of results predicted by chance to have a 
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score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



HO . 


Score 


Match 


Length OB 


ID 


Description 


1 


5314 . 4 


^O 1 

62 . 1 


8660 


6 


AK147394 


AK147394 


Mus muscu 


O 


A ft *> 

314U • £ 


ct\ rt 
oQ . Q 


7372 


14 


« v» i o co c 
AT412DOO 


AY412686 Homo sapi 


a 

3 


4216 . 6 


49.3 


6836 


14 


AY4 12687 


AY412687 Pan trogl 


A 

4 


1 too o 
OD£C . O 


4 1 1 

41.1 


5672 


6 


AK147 JOo 


AK147308 


Mus muscu 


5 


one o 

3315 . 2 


38 . 7 


7013 


14 


H "\M A n A £ A A 

AY412688 


AY4 12688 Mus muscu 


6 


1577 . 4 


18 . 4 


3596 


6 


AK170097 


Jk T^"l O A A A ^ 

AK170U97 


Mus muscu 


7 


1473 . 6 


17 . 2 


2000 


6 


T\f* f\~l O AA O 

BC033087 


BCO JJ0o7 


Homo sapi 


o 
0 


1 OfiO A 

lz9 f . 4 


1 c o 

15 - 2 


1362 


6 


D^AOAJ oo 

BCQZ04Z f 


T\ r+ A A A 4 A A 

BC020427 


Homo sapi 


9 


887 . 8 


10. 4 


1093 


3 


nun a n f\ n £ 

BM9U9U9D 




AGENCOURT 


10 


868 . 6 


10 . 1 


965 


3 


BM555371 


BM555371 


AGENCOURT 


11 


84 1 . 8 


9 . 8 


646 


3 


BU557144 


BU557144 


AGENCOURT 


12 


815. 6 


9 . 5 


1126 


2 


rytiM C C O O 1 ft. 

BM553310 


BM553310 


AGENCOURT 


13 


798 . 2 


9 . 3 


984 


3 


BQ690869 


A^y* A A A ^* A 

BQ690869 


AGENCOURT 


14 


796.4 


9 . 3 


1051 


2 


BM423558 


it o o c c o 

BM423558 


AGENCOURT 


15 


796,2 


9.3 


1159 


3 


flNkjA A A ^ A A 

BM802749 


BM802749 


AGENCOURT 


16 


795.2 


9 . 3 


1057 


2 


BM477568 


BM477568 


AGENCOURT 


17 


787 . 6 


9.2 


1022 


3 


nw A ^ AAAC 

BM910785 


BM910785 


lb Vt AA«T Aflt 

AGENCOURT 


18 


779 


9 . 1 


1010 


3 


BM915686 


nun n c c a c 

BM915686 


AGENCOURT 


19 


776, 6 


9.1 


875 


3 


BQ711119 


BQ711119 


AGENCOURT 


20 


774 , 6 


9.0 


892 


3 


j« A A A A 

BU538827 


BU538827 


AGENCOURT 


21 


768 . 8 


9.0 


1036 


3 


BM910476 


BM910476 


AGENCOURT 


22 


766 . 2 


8 . 9 


1030 


3 


BM558844 


r\kir e A A J A 

BM558844 


AGENCOURT 


23 


760 . 8 


8 . 9 


882 


4 


BX397973 


BX397973 


BX397973 


24 


747 . 6 


8.7 


868 


4 


BX368971 


BX368971 


BX368971 


25 


746 . 8 


8 . 7 


882 


3 


BU180236 


BU180236 


AGENCOURT 


26 


746 


8 . 7 


923 


4 


BX390462 


BX390462 


^ A A ^ A 

BX390462 


27 


744 . 2 


8 . 7 


1075 


2 


BM461469 


BM461469 


AGENCOURT . 


28 


740 


8 . 6 


916 


3 


BQ892847 


n^. A A A A A *1 

BQ892847 


AGENCOURT 


29 


737 . 4 


8 . 6 


1045 


3 


aw c & A A e e 

BM560255 


BM560255 


AGENCOURT 


30 


730. 8 


8 . 5 


1038 


3 


BM910704 


nti A 4 A 1 A it 

BM910704 


AGENCOURT 


31 


730. 6 


8.5 


1066 


2 


BM471347 


BM471347 


AGENCOURT 


32 


728 . 4 


8.5 


882 


2 


▼ a a a * a 

BI089430 


BI089430 


«"AAAt A f *~ r\ 

602854 662 


33 


720. 8 


8.4 


769 


4 


BX368972 


BX368972 


BX368972 


34 


712.6 


8.3 


898 


3 


BU172348 


BU1.72348 


AGENCOURT 


35 


711.8 


8.3 


958 


2 


B6831424 


BG831424 


602766347 


36 


711.4 


8.3 


880 


8 


CV806970 


CV806970 


AGENCOURT 


37 


711 


8 . 3 


875 


3 


n A ^ A ^ A * A 

BQ691710 


BQ691710 


AGENCOURT 


38 


707. 4 


8.3 


923 


3 


BU184403 


BU184403 


AGENCOURT 


39 


706.8 


8.3 


1094 


3 


BM560912 


BM560912 


AGENCOURT 


40 


703 


8.2 


876 


2 


BG252161 


BG252161 


602365028 


41 


703 


8.2 


1067 


2 


BM472005 


BM472005 


AGENCOURT 


42 


700. 6 


8.2 


928 


3 


BU164114 


BU164114 


AGENCOURT 


43 


695.8 


8.1 


772 


5 


CF135847 


CF135847 


UI-HF-BNO 


44 


692.8 


8.1 


727 


3 


BU632778 


BU632778 


UI-H-FE1- 


45 


692 


8.1 


830 


8 


C0648233 


C0648233 


ILLUMIGEN 


46 


688 


8.0 


861 


3 


BU191146 


BU191146 


AGENCOURT 


47 


683 


8.0 


737 


5 


CD742837 


CD742837 


UI-H-FT2- 


48 


679.6 


7.9 


1087 


2 


BG252257 


BG252257 


602365136 


49 


678.8 


7.9 


784 


4 


CB321637 


CB321637 


UI-CF-EN1 


50 


674.2 


7.9 


787 


7 


BE793487 


BE793487 


601588814 


51 


672 


7.8 


1113 


3 


BM811122 


BM811122 


AGENCOURT 


52 


670.8 


7.8 


674 


9 


CX873148 


CX873148 


HESC4 77 


53 


668.4 


7.8 


804 


7 


BE728145 


BE728145 


601563413 
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C A 

54 


668.4 


7 .8 


1032 


3 


BQ070408 


BQ070408 


AGENCOURT 


55 


664 . 4 


7.8 


900 


3 


BQ214358 


BQ214358 


AGENCOURT 


c 56 


663.4 


7.7 


764 


3 


BM981385 


BM981385 


UI-CF-EN1 


57 


661 


7.7 


700 


7 


BE900740 


BE900740 


601673910 


58 


660.6 


7.7 


1111 


7 


BF307042 


BF307042 


601889875 


59 


652 


7.6 


743 


8 


CO401621 


CO401621 


AGENCOURT 


60 


651 


7.6 


887 


3 


BU542258 


BU542258 


AGENCOURT 



ALIGNMENTS 



RESULT 1 • 

AK147394 

LOCUS 

DEFINITION 



ACCESSION 
VERSION 
KEYWORDS 
SOURCE 
ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 
PUBMED 

REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 



TITLE 

JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 



AK147394 8660 bp mRNA linear HTC 21-SEP-2005 

Mus musculus cDNA, RIKEN full-length enriched library, 

clone :M5C1029F22 product : nuclear receptor co-repressor 2, full 

insert sequence. 

AK147394 

AK147394.1 GI:74184520 
HTC; CAP trapper. 
Mus musculus (house mouse) 
Mus musculus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

Mammalia; Eutheria; Euarchontoglires; Glires; Rodentia; 

Sciurognathi; Muroidea; Muridae; Murinae; Mus. 

1 * * 

Carninci,P. and Hayashizaki, Y. 

High-efficiency full-length cDNA cloning 

Meth. Enzymol. 303, 19-44 (1999) 

10349636 

2 

Carninci,P., Shibata,Y., Hayatsu,N., Sugahara,Y., Shibata,K., 

Itoh,M., Konno,H., Okazaki,Y., Muramatsu f M. and Hayashizaki, Y . 

Normalization and subtraction of cap-trapper-selected cDNAs to 

prepare full-length cDNA libraries for rapid discovery of new genes 

Genome Res. 10 (10), 1617-1630 (2000) 

11042159 

3 

Shibata,K., Itoh,M., Aizawa,K., Nagaoka,S., Sasaki, N., Carninci,P., 
Konno,H., Akiyama,J., Nishi,K., Kitsunai,T., Tashiro,H., Itoh,M., 
Sumi,N., Ishii,Y., Nakamura,S., Hazama,M., Nishine,T., Harada,A., 
Yamamoto, R. , Mat sumo to, H. , Sakaguchi, S . , Ikegami,T., Kashiwagi, K. , 
Fujiwake,S., Inoue,K., Togawa,Y., Izawa,M., Ohara,E., Watahiki,M., 
Yoneda,Y. r Ishikawa,T., Ozawa,K. r Tanaka,T. , Matsuura,S./ Kawai r J. p 
Okazaki,Y., MuramatsufM., Inoue,Y., Kira,A. and Hayashizaki, Y . 
RIKEN integrated sequence analysis (RISA) system — 384-format 
sequencing pipeline with 384 multicapillary sequencer 
Genome Res. 10 (11), 1757-1771 (2000) 
11076861 
4 

Kawai/J., Shinagawa, A. , Shibata/K., Yoshino,M., Itoh,M., Ishii,Y., 
Arakawa,T., Hara,A«, Fukunishi, Y . , Konno,H., Adachi,J., Fukuda,S., 
Aizawa,K., Izawa,M., Nishi,K., Kiyosawa,H., Kondo,S., Yamanaka,I., 
Saito,T., Okazaki,Y., Gojobori,T., Bono,H., Kasukawa,T., Saito,R., 
Kadota,K., Matsuda,H., Ashburner,M. , Bataloy,S., Casavant,T., 
Fleischmann,W. , Gaasterland, T. , Gissi,C, King,B., Kochiwa,H., 
Kuehi,P., Lewis, S., Matsuo,Y., Nikaido,li, Pesole,G., 
Quackenbush, J. , Schriml, L.M. , Staubii,F., Suzuki, R., Tomita,M., 
Wagner, L. r Washio,T., Sakai,K., Okido,T., Furuno,M., Aono,H., 
Baldarelli, R. , Barsh,G., Blake, J. , Boffelli,D., Bojunga,N., 
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SCORE Search Results Details for Application 
09522753 and Search Result us-09-522-753c- 
4.rnpbn, 

Score Home Retrieve Application SCORE System SCORE Comments / 

Page List Overview FAQ Suggestions 

This page gives you Search Results detail for the Application 09522753 and Search Result us-09- 
522-753c-4.rnpbn. 

start 

Go Back to previous pag e 

GenCore version 5.1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: August 4, 2006, 21:46:53 ; Search time 793 Seconds 

(without alignments) 
17098.629 Million cell updates/sec 

Title: US-09-522-753C-4 
Perfect score: 8561 

Sequence: 1 catgtcgggctccacacagc caaaaaaaaaaaaaaaaaaa 8561 

Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 2193277 seqs, 791917567 residues 

Total number of hits satisfying chosen parameters: 4386554 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 

Database : Published_Applications_NA_New: * 

1: /EMC_Celerra_SIDS3/ptodata/l/pubpna/US09_NEW PUB. seq:* 

2: /EMC_Celerra_SIDS3/ptodata/l/pubpna/US06_NEw"pUB.seq:* 

3: /EMC~Celerra_SIDS3/ptodata/l/pubpna/US07_NEW~PUB.seq:* 

4: /EMc3celerra"siDS3/ptodata/l/pubpna/US08_NEW_PUB.seq:* 

5: /EMC~Celerra_SIDS3/ptodata/l/pubpna/PCT_NEW_PUB.seq: * 

6: /EMC_Celerra_SIDS3/ptodata/l/pubpna/US10_NEW_PUB.seq:* 

7: /EMC_Celerra~SIDS3/ptodata/l/pubpna/USll_NEW PUB. seq: * 

8: /EMC_Celerra~SIDS3/ptodata/l/pubpna/USllJ*EW~PUB.seql:* 

9; /EMC2celerra_SIDS3/ptodata/l/pubpna/US60_NEW_PUB.seq:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 
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Result Query 





No 


SCO£€ 


Match 


T a n ft 4- Vi 
well^ in 


uo 


t n 
x u 








Description 




1 
j. 


Oju 1 


100- 


0 


ft **£1 
0 OOX 


o 
o 


uo 


. 1 1 
' X X 


-283- 


■329-203 


Sequence 


203, App 




Z 


ft 9, £ A £ 


97, 


5 


ft £ft £ 
0 OOD 


o 
o 


US- 


■11 


-266- 


■748A-23081 


Sequence 


23081, A 


c 


9 
J 


1911 


15. 


,3 


1 99^ 
1324 


o 
o 


US- 


■11 


-266-748A-225635 


Sequence 


225635, 




A 
4 


1911 
X J X X 


15. 


3 


1 99^ 
X J24 


o 
O 


vs- 


■11 


•>££ 

-2bb- 


■748A-240202 


Sequence 


240202, 


c 


0 


1 9 ft 9 £ 


15.0 


1 Jlft9 
1483 


o 
0 


us- 


■11 


-266- 


■748A-247117 


Sequence 


247117, 


c 


D 


xzz u 


14. 


3 


1 99A. 

xzzu 


Q 

o 


us- 


■11 


-266- 


■748A-82872 


Sequence 


82872, A 


c 


7 


1 99n 
xzz u 


14. 


3 


i 99n 

122U 


0 


US- 


■11 


-266- 


■748A-111459 


Sequence 


111459, 




0 


XZZ U 


14. 


3 


1 99A 
122U 


Q 

0 


US^ 11 


-266- 


*| j As 1^C£00 

■748A-135683 


Sequence 


135683, 




Q 


1U0 7 • 4 


12. 


5 


1 £C£ 

x boo 


o 
o 


fie 
U5- 


'11 


-266- 


■748A-9U734 


Sequence 


90734, A 


c 


i n 
1U 


1U09 . 4 


12. 


5 


1 £C£ 

1 bob 


o 


us- 


' 1 1 


-266- 


■748A-143o4o 


Sequence 


143545, 


c 


1 1 


XUUO . 4 


11. 


8 


1 9£A 
12bU 


Q 

o 


US- 


■11 


O C £ 

-266- 


■748A-368438 


Sequence 


368438, 




1 9 

Xz 


1 UUO • 4 


11.8 


1 9£A 

IzbU 


8 


us- 


11 


-266- 


■748A-451817 


Sequence 


451817, 




i 9 


Qfi 1 £ 
9o 1 . b 


11.5 


i aaa 
1UUU 


0 


US- 


11 


-266- 


■748A-116592 


Sequence 


116592, 


c 


1 A 
X 4 


aft 1 


n. 


c 
0 


1UUU 


0 


us- 


■11 


_9££ 

-zoo- 


■7 48A-100 /Ob 


Sequence 


158756, 




xo 


OQ 1 C 

981 . b 


1 1 . 


C 

0 


1UUU 


o 

0 


US- 


11 


O £ £ 

-2b6- 


■748A-28 /269 


Sequence 


287269, 


c 


1 o 


Qftl £ 
70 X . O 


11 . 


5 


i nnn 
X UUU 


o 
0 


us- 


■11 


O ££ 

-2bb- 


■ /4BA-33t)b98 


Sequence 


338698, 




1 I 


981 . b 


11 . 


5 


1 AAA 


Q 

.0 


us- 


11 


O £ £ 

-266- 


■748A-397920 


Sequence 


397920, 


c 


1 ft 

lo 


001 £ 
90 1 . O 


11 . 


0 


1 AAA 

1 UUU 


0 


US- 


11 


O £ £ 

-266- 


1 . A* *£00££ 

■748A-468966 


Sequence 


468966, 


c 


1 3 


Q0.7 ft 


1 A. 

10 . 


6 


114ft 
X 140 


' ft 
0 


us- 


11 


O £ £ 

-266- 


■748A-183721 


Sequence 


183721, 


c 


9fi 


am q 
9U / • o 


10. 


6 


1 I/O 

X 140 


a 
0 


US- 


•11 


1 £ £ 

-266- 


'748A-191121 


Sequence 


191121, 




Z X 


am ft 


10 . 


6 


1 I/O 


Q 

o 


US- 


11 


*i £ £ 

-266- 


■748A-240203 


Sequence 


240203, 




99 
zz 


9 C 1 C 
#0 1 . O 


8 . 


8 


9o4 


o 

0 


DS- 


11 


1 £ £ 

-266- 


^ 1 A k STATIC 

■748A-170725 


Sequence 


170725, 


c 


9 9 
Z J 


££ £ 0 

oo o » o 


7 . 


8 


1 AQA 
1U7U 


D 
0 


us- 


11 


O £ £ 

-z bo- 


■748A-37Q74 1 


Sequence 


370741, 






££ £ ft 


7 . 


8 


1 AQA 
XU9U 


o 

0 


us- 


11 


O £ £ 

-266- 


lift* * C /I 1 1ft 

748A-4o4120 


Sequence 


454120, 




9 C 


£9 a 

b JU 


7 . 


4 


/ 94U 


Q 

0 


us- 


11 


-266- 


■748A-297U8 


Sequence 


29708, A 




9 £ 
Zb 


cm 
b JU 


7 . 


4 


1 tlA A 

/94U 


0 

0 


us- 


11 


o o o 

-283- 


329-195 


Sequence 


195, App 




99 
Z / 


C9 £ ft 

bzb . o 


7 . 


3 


9 1 9 A 

312U 


Q 

8 


us- 


11 


-283- 


329-197 


Sequence 


197, App 




9 ft 
Z 0 


£9£ ft 
OZ 0 . 0 


7 . 


3 


ft A1 ft 

ouxo 


o 
0 


us- 


11 


O £ £ 

-266- 


•748A-22953 


Sequence 


22953, A 




9Q 

z9 


CI 9 ft 

bl J . o 


7 . 


2 


bz 9 


o 

0 


US- 


11 


*i £ £ 

-266- 


748A-54126 


Sequence 


54126, A 




9 a 
3u 


ten 
002 


6 . 


4 


1 AQQ 


o 
o 


US- 


11 


-266- 


748A-98563 


Sequence 


98563, A 


c 


JX 


ceo 
002 


6. 


4 


1 AftQ 
XU09 


0 


us- 


11 


-266- 


748A-151374 


Sequence 


151374, 


c 


32 


043.2 


6. 


3 


£AA 

bUU 


o 
8 


US- 


11 


-266- 


748A-177072 


Sequence 


177072, 




99 
33 


04 J . Z 


6. 


3 


£AA 
OUU 


Q 

0 


us- 


11 


-266- 


748A-247938 


Sequence 


247938, 




9 A 
34 


C A A £ 
040 . b 


6. 


3 


1 Dai 

1891 


Q 

8 


US- 


11' 


-266- 


748A-27715 


Sequence 


27715, A 




9 t 

JJ 


490 . b 


5. 


8 


CI 9 
01 J 


Q 

8 


US - 


11 


-266- 


748A-8487 


Sequence 


8487, Ap 


c 


36 


484 . b 


5. 


7 


014 


o 
8 


us- 


11 


-266- 


748A-179122 


Sequence 


179122, 




37 


484 . b 


c 

0 . 


/ 


0l4 


8 


us- 


■11' 


-266- 


748A-248437 


Sequence 


248437, 




38 


4 00 


5. 


4 


o3U 


o 
8 


us- 


11' 


-266- 


748A-103238 


Sequence 


103238, 


c 


^ a 


A £ C 

4 00 


5. 


4 


CO A 

03U 


A 

8 


us- 


11 


-266- 


748A-156049 


Sequence 


156049, 




a n 


/ICC o 

4 ob . z 


5. 


3 


CO A 

09U 


Q 
O 


us- 


11' 


-266- 


748A- 170524 


Sequence 


170524, 




4 1 


A A t £ 

442 . 0 


5. 


2 


911 


o 
0 


us- 


11' 


-266- 


748A-186813 


Sequence 


186813, 




42 


A 9 ft 

4 Jo 


5. 


1 


o /b 


8 




1 1 , 
XX' 


-266- 


•1 J A* ^AA^A 

748A-10968 


Sequence 


10968, A 




43 


9 A C ft 

24 o . o 


2. 


9 


039 


o 
8 


US- 


11 


*% £ £ 

-266- 


748A-260913 


Sequence 


260913, 


c 


4 4 


z4 0 . o 


2. 


9 


OJ9 


o 
8 


US- 


11 


-266- 


748A-321430 


Sequence 


321430, 




40 


a n £ 
24U . b 


2. 


8 


*> £ A 
ZbU 


Q 

8 


us- 


11 


-266- 


748A-173616 


Sequence 


173616, 




46 


O a £ >l 

23b . 4 


2. 


8 


12bb 


8 


us- 


11' 


-266- 


•4 ^ /> «v AA^^IA 

748A-99378 


Sequence 


99378, A 


c 


47 


O 1 £ A 

23b . 4 


2. 


8 


lzbb 


8 


us- 


11' 


.0££_ 

-zoo~ 


7AQ&~1 ^91 ft 0 
/40M— XOZX0? 


Sequence 


152189, 




A O 

40 


9 1 Q 

219 


2. 


6 


bz9 


Q 

8 


us- 


11 


-266- 


748A-172360 


Sequence 


172360, 




49 


197 


2. 


3 


lloo 


a 
8 


us- 


11 


-266- 


748A-15619 


Sequence 


15619, A 




fc. A 
0U 


10 9 

19/ 


2. 


3 


1 1 £C 

1 loo 


0 

8 


us- 


11 


-266- 


748A-21269 


Sequence 


21269, A 




01 


1 A n A 

147.4 


1. 


7 


1 CC£ 

loob 


8 


us- 


11' 


-266- 


748A-187638 


Sequence 


187638, 




52 


141 


1. 


6 


630 


8 


us- 


11 


-266- 


748A-172361 


Sequence 


172361, 




53 


139.8 


1. 


6 


798 


8 


us- 


11 


-266- 


748A-82871 


Sequence 


82871, A 




54 


139.8 


1. 


6 


798 


8 


us- 


11 


-266- 


748A-111458 


Sequence 


111458, 


c 


55 


139.8 


1. 


6 


798 


8 


us- 


11 


-266- 


748A-135662 


Sequence 


135682, 




56 


134.6 


1. 


6 


2471 


8 


us- 


11' 


-283- 


329-201 


Sequence 


201, App 




57 


134.6 


1. 


6 


3997 


8 


us- 


11 


-266- 


748A-23524 


Sequence 


23524, A 




58 


134.6 


1. 


6 


3997 


8 


us- 


11 


-283- 


329-199 


Sequence 


199, App 
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c 59 115 1.3 30191 6 US-10-540-898-631 Sequence 631, App 

c 60 113.4 1.3 72352 6 US-10-540-898-43 Sequence 43, Appl 



ALIGNMENTS 



RESULT 1 

US-11-283-329-203 

; Sequence 203, Application US/11283329 

; Publication No. US20060134670A1 

; GENERAL INFORMATION: 

; APPLICANT: Piu, Fabrice 

; TITLE OF INVENTION: ENABLING TOOLS TO IDENTIFY LIGANDS FOR 

; TITLE OF INVENTION: HORMONE NUCLEAR RECEPTORS 

/ FILE REFERENCE: ACADIA. 04 3A 

; CURRENT APPLICATION NUMBER: US/11/283,329 

; CURRENT FILING DATE: 2005-11-18 

; PRIOR APPLICATION NUMBER: 60/629,811 

; PRIOR FILING DATE: 2004-11-19 

; NUMBER OF SEQ ID NOS: 242 

; SOFTWARE: Fa st SEQ for Windows Version 4.0 

; SEQ ID NO 203 

LENGTH: 8561 

TYPE: DNA 
; ORGANISM: Horao sapiens 

FEATURE: 

NAME/KEY: CDS 

LOCATION: (2)... (7555) 

OTHER INFORMATION: NCOR-2 
US-11-283-329-203 



Query Match 100.0%; Score 8561; DB 8; Length 8561; 

Best Local Similarity 100.0%; Pred. No. 0; 

Matches 8561; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 


i 


CATGTCGGGCTCCACACAGCTTGTGGCACAGACGTGGAGGGCCACTGAGCCCCGCTACCC 


60 






II 1 M If 1 II II 1 1 1 1 1 I I 1 I 1 1 i 1 I 1 I 1 I I I 1 1 II I I I I I I I I I I II I 1 M I 1 1 | I II I 




Db 


l 


CATGTCGGGCTCCACACAGCTTGTGGCACAGACGTGGAGGGCCACTGAGCCCCGCTACCC 


60 


Qy 


61 


GCCCCACAGCCTTTCCTACCCAGTGCAGATCGCCCGGACGCACACGGACGTCGGGCTCCT 


120 






Mill Mil MM III II III II III HII lili Mill Mill IIM MM MINIM 




Db 


61 


GCCCCACAGCCTTTCCTACCCAGTGCAGATCGCCCGGACGCACACGGACGTCGGGCTCCT 


120 


Qy 


121 


GGAGTACCAGCACCACTCCCGCGACTATGCCTCCCACCTGTCGCCGGGCTCCATCATCCA 


180 






1 1 1 1 1 M L 1 i II M 1 1 J t 11 1 1 1 1 1 1 1 M 1 1 1 1 1 M J M 1 1 1 1 1 II 11 




Db 


121 


GGAGTACCAGCACCACTCCCGCGACTATGCCTCCCACCTGTCGCCGGGCTCCATCATCCA 


180 


Qy 


181 


GCCCCAGCGGCGGAGGCCCTCCCTGCTGTCTGAGTTCCAGCCCGGGAATGAACGGTCCCA 


240 






Ml MIMMII 1 1 1 1 1 II M II MMMIMI MUM 1 II Ml 1 1 1 1 1 1 M 1 1 Mi II 




Db 


181 


GCCCCAGCGGCGGAGGCCCTCCCTGCTGTCTGAGTTCCAGCCCGGGAATGAACGGTCCCA 


240 


Qy 


241 


GGAGCTCCACCTGCGGCCAGAGTCCCACTCATACCTGCCCGAGCTGGGGAAGTCAGAGAT 


300 






1 1 1 II 1 M M II 1 II 1 1 M II M II 1 1 M II II II M 1 II 1 M II II 1 1 1 1 1 1 II II 1 II 




Db 


241 


GGAGCTCCACCTGCGGCCAGAGTCCCACTCATACCTGCCCGAGCTGGGGAAGTCAGAGAT 


300 


Qy 


301 


GGAGTTCATTGAAAGCAAGCGCCCTCGGCTAGAGCTGCTGCCTGACCCCCTGCTGCGACC 


360 






1 1 1 1 1 i 1 1 1 1 1 1 1 1 IIM III Mill 1 1 1 1 1 1 1 1 1 1 1 1 MIMMII MINIMI MM 




Db 


301 


GGAGTTCATTGAAAGCAAGCGCCCTCGGCTAGAGCTGCTGCCTGACCCCCTGCTGCGACC 


360 


Qy 


361 


GTCACCCCTGCTGGCCACGGGCCAGCCTGCGGGATCTGAAGACCTCACCAAGGACCGTAG 


420 
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SCORE Search Results Details for Application 
09522753 and Search Result us-09-522-753c- 
4.rng. 



Score Home Retrieve Application SCORE System SCORE Comments / 

Page . LM Overview EAQ Suggestions 

This page gives you Search Results detail for the Application 09522753 and Search Result us-09- 

522-753c-4.rng. 

start | next page 

Go Back to previous page 

GenCore version 5,1.9 
Copyright (c) 1993 - 2006 Biocceleration Ltd. 



OM nucleic 
Hun on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 



nucleic search, using sw model 

July 29, 2006, 13:26:29 ; Search time 3157 Seconds 

(without alignments) 
18907.006 Million cell updates/sec 

US-09-522-753C-4 
8561 

1 catgtcgggctccacacagc. caaaaaaaaaaaaaaaaaaa 8561 

IDENTITY_NUC 
Gapop 10.0 , Gapext 1.0 



5244920 seqs, 3486124231 residues 



Total number of hits satisfying chosen parameters: 

Minimum D8 seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 60 summaries 



10489840 



Database 



N_Geneseq_8: * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 



geneseqnl980s:* 
geneseqnl990s:* 
geneseqn2000s:* 
geneseqn2001as : * 
geneseqn2001bs : * 
geneseqn2002as : *. 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2003bs: * 
geneseqn2003cs : * 
geneseqn2003ds : * 
geneseqn2004as: * 
geneseqn2004bs : * 
geneseqn2005s : * 
geneseqn2006s:* 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



MO . 


Score 


Match 


Length 


no 
Do 


t r\ 
ID 


Description 


1 


ODD! 


100 
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O A 

20 


5Q4o . 4 


59.0 
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53 

54 
55 
56 



349.8 
314.4 
311.2 
291.6 
282.8 
268.6 
258.4 



370 



4.3 
4.1 
3.7 
3.6 
3.4 
3.3 
3.1 
3.0 



381 
554 
458 
312 
710 
673 
520 
3969 



9 

13 

9 

3 

4 

8 

6 

10 
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ADQ56131 
ACH32852 
AAC29340 
AAI97539 
ACA57523 
ABK44934 
AOI22661 



Ach20441 Human adu 

Adq56131 Novel can 
Ach32852 Human end 
Aac29340 Human sec 
Aai97539 Human neu 
Aca57523 Human adi 
Abk44934 cDNA enco 
Adi22661 Human liv 



c 57 



58 
59 
60 



ALIGNMENTS 



RESULT 1 
ADG86298 

ID ADG86298 standard; cDNA; 8561 BP. 
XX 

AC ADG86298; 
XX 

DT ll-MAR-2004 (first entry) 
XX 

DE Human SMRT encoding cDNA SEQ ID NO: 12. 
XX 

KW SMRT; silencing mediator for retinoid and thyroid hormone action; 

KW SMRT inhibitor; cytostatic; antiinflammatory; antiarthritic; 

KW antirheumatic; antisense therapy; inflammatory disorder; 

KW rheumatoid arthritis; hyperproliferative disorder; cancer; leukaemia; 

KW breast cancer; human; gene; ss. 

XX 

OS Homo sapiens. 
XX 

FH Key Location/Qualifiers 

FT CDS 2. .7555 

FT /*tag= a 

FT /product^ "SMRT" 

XX 

PN WO2003106645-A2. 
XX 

PD 24-DEC-2003. 
XX 

PF 17-JUN-2003; 2003WO-US018923 . 
XX 

PR 17-JUN-2002; 2002US-00174014 . 
XX 

PA (ISIS-) ISIS PHARM INC. 
XX 

PI Bennett CF f Freier SM, Dobie KW; 
XX 

DR WPI; 2004-082184/08. 
DR P-PSDB; ADG86299. 
DR GENBANK; NM_006312. 
XX 

PT Novel antisense. compound targeted to nucleic acid encoding SMRT 

PT (silencing mediator for retinoid and thyroid hormone action) , useful for 

PT treating animal having disease associated with SMRT such as cancer, 

PT rheumatoid arthritis. 

XX 

PS Example 15; SEQ ID NO 12; 260pp; English. 
XX 

CC . The present invention describes a compound- (I) 8-50 nucleobases in length 
CC targeted to a nucleic acid molecule encoding SMRT (silencing mediator for 
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PubMed 



Nucleotide 



Protein Genome 





n¥l f¥p^" [SisoJol 

»^ [R eg ister ! 



My NCBI 



OMIM 



Search |N.4?i??l icl ? M for | 

Limits Preview/Index History 

M Show 15 la iSendto | 



Clipboard 



Details 



Display | GenBank 
Range: from j begin 



to 



O Reverse complemented strand Features: 



Books 



□ 1: AB028970 . Reports ,..[gi:5689430] The record has been replaced by 29421187 
Features Sequence 



LOCUS 

DEFINITION 
ACCESSION 
VERSION 
KEYWORDS 
SOURCE 
ORGANISM 



REFERENCE 
AUTHORS 



TITLE 



JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



gene 
CDS 



AB028970 5872 bp mRNA linear PRI 04-AUG-1999 

Homo sapiens mRNA for KIAA1047 protein, partial cds. 

AB028970 

AB028970.1 GI: 5689430 

Homo sapiens 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

1 (sites) 

Kikuno,R., Nagase,T., Ishikawa,K., Hirosawa,M., Miyajima,N., 
Tanaka,A., Kotani,H., Nomura, N. and Ohara,0. 

Prediction of the coding sequences of unidentified human genes. 
XIV. The complete sequences of 100 new cDNA clones from brain which 
code for large proteins in vitro 
DNA Res. 6 (3), 197-205 (1999) 
10470851 

2 (bases 1 to 5872) 

Ohara,0., Nagase,T. and Kikuno,R. 
Direct Submission 

Submitted ( 17-JUN-1999) Osamu Ohara, Kazusa DNA Research Institute, 
Laboratory of DNA Technology; Yana 1532-3, Kisarazu, Chiba 
292-0812, Japan (E-mail : cdnainfo@kazusa.or.jp, Tel : +81-438-52-3913, 
Fax:+81-438-52-3914) 

Location/Qualifiers 

1. .5872 

/organism="Homo sapiens" 
/mol_type= H raRNA" 

/db_xref="taxon:9606" 
/chromosome="17" 

/clone="hh01221" 
/ t i ssue_t ype="bra in " 
/clone_lib="pBluescriptII SK plus" 
1. .4981 

/gene="KIAA1047" 
<1..4981 

/gene="KIAA1047" 

/codon_start=2 

/product- "KIAA1 04 7 protein" 

/protein id=" BAA82999. 1 " 

/db xref="GI: 5689431" 

/ 1 r ans 1 a t i on 83 " TQVN DS I S AETAEQM DVDQQEHS AEEGS VCD P P PAT KADS VDVE 
VRVPEN HASKVEGDNTKERDLDRAS EKVE PRDEDLWAQQI NAQR PE PQS DNDS SATC 
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SADEDVDGEPERQRMFPMDSKPSLLNPTGSILVSSPLKPNPLDLPQLQHRAAVIPPMV 
SCT PCN I P IGT PVSGYAL YQRH I KAMHESALLEEQRQRQEQI DLECRSST S PCGTS KS 
PNREWEVLQPAPHQVITNLPEGVRLPTTRPTRPPPPLIPSSKTTVASEKPSFIMGGSI 
SQGTPGTYLTSHNQASYTQETPKPSVGSISLGLPRQQESAKSATLPYIKQEEFSPRSQ 
NSQPEGLLVRAQHEG WRGTAGAIQEGS ITRGT PTSKI SVES I PSLRGS ITQGT PALP 
QTGIPTEALVKGSISRMPIEDSSPEKGREEAASKGHVIYEGKSGHILSYDNIKNAREG 
TRSPRTAHEISLKRSYESVEGNIKQGMSMRESPVSAPLEGLICRALPRGSPHSDLKER 
TVLSGSIMQGTPRATTESFEDGLKYPKQIKRESPPIRAFEGAITKGKPYDGITTIKEM 
GRS I HEI PRQDI LTQESRKT PE WQSTRP 1 1 EGS I SQGT PI KFDNN5GQS AX KHN VKS 
LITGPSKLSRGMPPLEIVPENIKWERGKYEDVKAGETVRSRHTSWSSGPSVLRSTL 
H E APKAQLS PGI Y DDTSARRT P VS YQNTMS RGS PMMNRTS DVT I S SNKSTNH ERKSTL 
TPTQRESIPAKSPVPGVDPVVSHSPFDPHHRGSTAGEVYRSHLPTHLDPAMPFHRALD 
PAAAAYLFQRQLSPTPGYPSQYQLYAMENTRQTILNDYITSQQMQVNLRPDVARGLSP 
REQPLGLPYPATRGIIDLTNMPPTILVPHPGGTSTPPMDRITYIPGTQITFPPRPYNS 
ASMSPGHPTHLAAAASAEREREREREKERERERIAAASSDLYLRPGSEQPGRPGSHGY 
VRSPSPSVRTQETMLQQRPSVFQGTNGTSVITPLDPTAQLRIMPLPAGGPSISQGLPA 
SRYNTAADALAALVDAAASAPQMDVSKTKESKHEAARLEENLRSRSAAVSEQQQLEQK 
TLEVEKRSVQCLYTSSAFPSGKPQPHSSWYSEAGKDKGPPPKSRYEEELRTRGKTTI 
TAANFIDVIITRQIASDKDARERGSQSSDSSSSLSSHRYETPSDAIEVISPASSPAPP 
QEKLQTYQPEWKANQAENDPTRQYEGPLHHYRPQQESPSPQQQLPPSSQAEGMGQVP 
RTHRLITLADHICQIITQDFARNQVSSQTPQQPPTSTFQNSPSALVSTPVRTKTSNRY 
SPESQAQSVHHQRPGSRVSPENLVDKSRGSRPGKSPERSHVSSEPYEPISPPQVPWH 
EKQDSLLLLSQRGAEPAEQRNDARSPGSISYLPSFFTKLENTSPMVKSKKQEIFRKLN 
SSGGGDSDMAAAQPGTEIFNLPAVTTSGSVSSRGHSFADPASNLGLEDIIRKALMGSF 
DDKVEDHGWMSQPMGWPGTANTSWTSGETRREEGDPSPHSGGVCKPKLISKSNSR 
KSKSPIPGQGYLGTERPSSVSSVHSEGDYHRQTPGWAWEDRPSSTGSTQFPYNPLTMR 
MLS ST P PT P I AC APS AVNQAAPHQQNRI WE RE PAPLLS AQ YETLS DSDD " 



ORIGIN 



1 gacccaggtg aatgacagca tcagtgctga gacagcagag cagatggatg tagatcagca 

61 ggagcacagt gctgaagagg gttctgtttg tgatccccca cccgctacca aagctgactc 

121 tgtggacgtt gaagtgaggg tgccagaaaa ccatgcatct aaagttgaag gtgataatac 

181 caaagaaaga gacttggata gagccagtga gaaggtggaa cctagagatg aagatttggt 

241 ggtagctcag caaataaatg cccaaaggcc cgagccccag tcagacaatg attccagtgc 

301 cacgtgcagc gctgatgagg atgtggatgg agagccagag aggcagagaa tgtttcctat 

361 ggactcaaag ccttcactgt taaaccccac tggatctata ctcgtctcat ctccgttaaa 

421 accaaatcca ctggatctgc cacagcttca gcatcgagct gctgttatcc caccaatggt 

481 atcctgcacc ccatgtaaca taccaattgg aaccccagtg agcggctatg ctctctacca 

541 gcgacacatt aaagcaatgc atgagtcagc actcctggag gagcagcggc agagacaaga 

601 acagatagat ttggaatgta gaagttctac aagtccatgt ggcacatcca agagtccaaa 

661 cagagagtgg gaagtccttc agcctgctcc acatcaagtg ataactaatc tccctgaagg 

721 cgttcggctt ccgacaactc gaccaaccag gccaccgccc cctctcatcc cgtcatccaa 

781 aaccacagtg gcttcagaaa aaccatcttt tataatggga ggctccatct cacagggaac 

841 accaggcact tatttgactt ctcataatca ggcttcctac actcaagaaa cacccaagcc 

901 gtcagtggga tctatctctc ttggactgcc acggcaacag gaatctgcca aatcagctac 

961 tttgccctac atcaagcagg aagaattttc tccccgaagc caaaactcac aacctgaggg 

1021 tctgttggtc agggcccaac atgaaggtgt agtcagaggt accgcaggag ccatacaaga 

1081 aggaagtata actcggggaa ctccaaccag caaaatttca gtggagagca ttccatccct 

1141 acggggctct atcactcagg gcaccccggc tctgccccag actggcatac caacagaggc 

1201 tttggtgaag gggtccattt cgagaatgcc cattgaagac agcagtcctg agaaaggcag 

1261 agaggaagct gcatccaaag gccatgttat ttatgaaggc aaaagtggac atatcttgtc 

1321 .atatgataat attaagaatg cccgagaagg gactaggagt ccaagaacag ctcatgaaat 

1381 cagtttaaag agaagctatg aatcagtgga aggaaatata aagcaaggga tgtcaatgag 

1441 ggagtctcct gtatcagcac cgttagaggg gctgatatgc cgagcattac ccagggggag 

1501 tcctcattct gacctcaaag aaaggactgt attgtctggc tccataatgc aggggacacc 

1561 aagagcaaca actgaaagct ttgaagatgg ccttaaatat cccaaacaaa ttaaaaggga 

1621 aagtcctccc atacgagcat ttgaaggtgc cattaccaaa ggaaaaccat atgatggcat 

1681 caccaccatc aaagaaatgg ggcgttccat tcatgagatt ccaaggcaag atattttaac 

1741 tcaggaaagt cggaaaactc cagaagtggt ccagagcaca cggccgataa ttgagggttc 

1801 catttcccag ggcacaccaa taaagtttga caacaactca ggtcaatctg ccatcaaaca 

1861 caatgtcaaa tccttaatca cggggcctag caaactatcc cgtggaatgc ctccgctgga 
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1921 
198] 
204] 
2103 
2161 
222] 
228] 
234] 
2401 
2463 
2523 
2583 
264] 
2703 
2763 
2823 
288] 
294] 
300] 
3061 
3123 
3183 
324] 
3303 
3363 
3423 
3483 
354] 
3603 
3661 
3721 
3781 
3841 
3901 
3961 
4023 
4083 
4143 
4203 
4263 
4323 
4383 
4443 
4503 
4563 
4623 
4683 
4743 
4801 
4861 
492] 
498] 
504] 
5101 
5161 
5221 
5281 
534] 
5401 
5461 



aattgtgcca 
cgagaccgtg 
cacactgcat 
acggaggacc 
aacttctgat 
gacccctacc 
cgtgagccac 
gagccacctg 
agcggctgct 
tcagctttac 
acagatgcaa 
actgggtctc 
aattttagtg 
tcctggtaca 
acacccaaca 
gaaggagcgg 
ctcagaacag 
aagaactcag 
cagtgtaatc 
gggcccttca 
ggctgctctt 
gagtaagcat 
tgaacagcag 
atacacttct 
tgaggctggg 
cagagggaag 
tgcctcggac 
atcttctcac 
acctgcgcca 
agcggaaaat 
ggaatcacca 
agtgcccagg 
agattttgct 
ccagaactca 
cagcccagaa 
agaaaatctt 
cgtctcttcg 
acaggacagc 
tgcccgctca 
atcacccatg 
aggtgactct 
tactacgtca 
tgggctggaa 
tcatggagtt 
tgtgaccagt 
ttgcaaacca 
gcaaggctac 
ttaccatagg 
tcagtttcct 
tgcatgtgct 
gcgagagcct 
aactgcacaa 
tttttagtag 
gagccagccc 
aaaacaaaca 
ggttgagatg 
ccataatgtc 
ttgctgtagt 
taaaaatctt 
ccagttacat 



gagaacataa 
cgttcccggc 
gaagctccca 
cctgtgagtt 
gttacaattt 
cagagggaaa 
agtccgtttg 
cccacgcact 
tacctgtttc 
gcaatggaga 
gtgaacttgc 
ccatacccag 
cctcatccag 
cagattactt 
caccttgcag 
gagcgggaac 
cctggccgac 
gagaccatgt 
acacctttgg 
ataagccaag 
gtggatgctg 
gaagctgcca 
cagctagagc 
tcagcctttc 
aaagataaag 
actaccatta 
aaggatgcga 
aggtatgaaa 
ccccaggaga 
gatcctacca 
tctccccaac 
acccatcggc 
agaaatcaag 
ccttctgctt 
tcccaggctc 
gtggacaaat 
gagccctacg 
ttgctgctct 
ccagggagta 
gttaaatcaa 
gatatggcag 
ggctcagtta 
gacattatca 
gtcatgtccc 
ggtgagacac 
aagctgatca 
ttaggaacgg 
cagacgccag 
tataaccctc 
ccctctgcgg 
gccccactgc 
agtgagggga 
caggtcaaaa 
acagatgatg 
aaaaactgcc 
tagagttttt 
tttaaatcac 
atctggtgta 
tttgtctatc 
aatgttggct 



aagtggtaga 
acacgtcagt 
aagcacaact 
atcaaaacac 
cttctaacaa 
gtatcccagc 
atccccatca 
tggatccagc 
agagacagct 
acacaagaca 
gtccagatgt 
caacgagagg 
ggggaacaag 
tccctcccag 
ctgctgcaag 
ggattgctgc 
ctggcagtca 
tgcaacagag 
atccaactgc 
gcctgccagc 
cagcttctgc 
ggttagaaga 
agaaaaccct 
caagtggcaa 
ggcctcctcc 
ctgcagctaa 
gggaacgtgg 
cacctagcga 
aactgcagac 
gacaatatga 
aacagctgcc 
tgatcacact 
tttcctcgca 
tggtatctac 
agtctgtcca 
ccaggggaag 
agcccatctc 
tgtctcagag 
taagctactt 
agaagcagga 
ctgctcagcc 
gctctagagg 
ggaaggctct 
agcctatggg 
gaagagagga 
gcaagtcaaa 
aacggccctc 
ggtgggcctg 
tgactatgcg 
tgaaccaagc 
tctcagcaca 
acagggtgca 
acctgccctc 
aagaaatgat 
tttgatacag 
aaaaagtgaa 
tcttctgtaa 
cttatgttca 
tatcttttta 
gtcacgggca 



acggggaaaa 
ggtaagctct 
gagccctggg 
catgtccaga 
gtctaccaat 
gaagtctcca 
cagaggcagc 
catgcctttt 
ttcaccaact 
gacaatctta 
ggccagagga 
aatcattgac 
cactcctccc 
gccgtacaac 
tgctgagagg 
agcttcctcc 
tggatatgtt 
acccagtgtt 
tcagctacga 
ctcccgttac 
accccagatg 
aaatttgaga 
ggaggtggag 
gccccagcct 
aaaatccaga 
cttcatagac 
ctctcaaagt 
tgctattgag 
ctatcagcca 
aggaccatta 
cccttcttca 
tgctgatcac 
gactccccag 
acctgtgagg 
tcatcaaaga 
taggcctgga 
cccaccccag 
gggcgcagag 
gccttcattc 
gatttttcgt 
aggaactgag 
ccattctttt 
catgggaagc 
agtagtgcct 
aggggaccca 
cagcaggaaa 
ttcagtctcc 
ggaagacagg 
gatgctcagc 
agctcctcac 
gtacgagacc 
ggagagggat 
ctgtgactta 
ggaagttcat 
gcaattcagt 
cagttgctgt 
atagatgacc 
aatcagcgca 
accctagcct 
ttgtactttt 



tatgaggatg 
ggcccctccg 
atttatgatg 
ggctcaccca 
catgaaagga 
gtgcctgggg 
actgcaggcg 
cacagggctt 
ccaggttacc 
aatgattaca 
ctctccccaa 
ctgaccaata 
atggacagaa 
tctgcttcca 
gaacgggaac 
gacctctacc 
cgctcccctt 
ttccaaggaa 
atcatgccac 
aacactgctg 
gatgtgtcca 
agcaggtcag 
aagagatctg 
cattcttcag 
tatgaggaag 
gtgatcatca 
tcagactctt 
gtgataagtc 
gaggttgtta 
catcactatc 
caggcagagg 
atctgtcaaa 
cagcctccta 
actaaaacat 
ccaggttcaa 
aaatccccag 
gttccggttg 
cctgcagagc 
ttcaccaagc 
aagttgaact 
atctttaatc 
gctgatcctg 
tttgatgaca 
ggtactgcca 
tcacctcatt 
tctaagtctc 
tctgtacatt 
ccctcttcaa 
agtactccac 
caacagaaca 
ctgtcggata 
ctctagtttt 
ttccctgaga 
ttggagagtc 
ggactataat 
tcttacatct 
tttttgcagt 
tcaactttgg 
tctaaacaac 
atctgatatt 



tgaaagcagg 
ttcttaggtc 
acaccagtgc 
tgatgaacag 
aatcgacact 
tggaccctgt 
aggtttatcg 
tggatcctgc 
caagtcagta 
ttacctcaca 
gagagcagcc 
tgcctccaac 
tcacttatat 
tgtctccagg 
gggagcggga 
tgcggccagg 
ccccttcagt 
ccaatggaac 
tgcctgctgg 
cggatgccct 
aaacaaaaga 
cagcagttag 
ttcagtgttt 
tagtttattc 
agctaaggac 
cccggcaaat 
ctagtagctt 
ctgccagctc 
aggcaaatca 
gaccacagca 
gaatggggca 
ttatcacaca 
cttctacatt 
caaaccgtta 
gggtctctcc 
agaggagtca 
tgcatgagaa 
agaggaatga 
ttgaaaatac 
cctctggtgg 
tgccagcagt 
ccagtaatct 
aagttgagga 
acacctcagt 
caggaggagt 
ctatacctgg 
cagaagggga 
caggctcaac 
caacaccgat 
ggatctggga 
gtgatgactg 
tgtggtttaa 
cttttcagga 
aaatgggaaa 
aatagtggag 
gtaaagaaaa 
gtatatcccc 
gggtgatttt 
ctcatacagc 
gtttcctcta 
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5521 aattcagctt tccagtgatg tttaaaatct tgtgaaaatg tttagatttt taacacagac 

5581 cctgtcataa aatctgtaca ttagggtcaa aaggtaaaag taacaaattc tgccatattg 

5641 taaatttcca gtgcaggctt taattttttt ttttcattag tagcactgaa aaaatattac 

5701 tgcatgggta tgttctagtt cagtttataa agttttaaag gcttatttga ggcatacctc 

5761 actgttacgc acactggtaa tttaaccatg cccctaagta ttccttttct cctgcatttg 

5821 atgcagccca acaaagcttt tgttttgaaa taaatttgac taccctgtcc at 

// 
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